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Fig. S2. Resistance is costly.
For each host population, host growth rate in absence of virus is plotted against resistance range (0 corresponding to susceptibility to virus from every time point, 11 indicating resistance against every virus). Linear regressions of growth rate on resistance range yields negative slope estimates of 5.2*10 -3 ± 7.4*10 -4 (p-values always smaller than 0.01) for the three respective replicates; fits are shown as dotted lines. The negative correlation indicates the presence of a tradeoff between resistance range and growth in absence of the virus, which allows maintenance of multiple resistance types in the host population after the generalist evolves (28). The legend shows symbols and line types used for the three replicate experiments.
Fig. S3. Genetic diversity after selective sweeps matches expectations under neutrality.
Derived allele frequencies were ordered by decreasing frequency, and normalised cumulative mutant counts are plotted as green dots against the inverse of the derived frequency. Stars denote the time points matching the Luria-Delbrück expectation under neutral population expansion (see Methods for more details). Figures (A), (B) , and (C) correspond to replicates I, II and III, respectively. Except for the addition of day 12 in replicate III, these time points are the same as those where selective sweeps were identified based on a reduction of genetic diversity (Fig. 3B) . and Chlorovirus PBCV-1 reference genomes, which are respectively 42 MB and 56 kB in size and of which our approach allows us to evaluate more than 90% per replicate.
A n_total X_obs ± sd 1000 473 ± 7,8 1200 425 ± 8,7 1400 383 ± 9,3 1600 348 ± 9,6 1800 318 ± 9,8 2000 292 ± 10,1 2200 270 ± 10,2 2400 251 ± 10,3 2600 235 ± 10,2 2800 220 ± 10,3 3000 207 ± 10,2 5000 130 ± 9,4 10 000 67 ± 7,4
B n_total X_obs ± sd 20 10 ± 1,1 50 5,2 ± 1,5 100 2,8 ± 1,4 200 1,4 ± 1,1 500 0,60 ± 0,74 1000 0,30 ± 0,54
